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151942671|Saccharomyces_cerevi -----------------------------------------------------------------------------------------------------------------------------MAPKK------SITKTTS------------KGKK-----P-------ATSK---G---K-E--K-STSKAAIKKTTA--KKEE--A------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------------KSPEV---KKE--KEVSPKPKKAT---TSVSA-T----ASKAKAAST--------------KLAPK-KVVKK--------------------KSPTVT---A----KKASS-P---SS----------------------LTY---KEMILKSMPQLNDGK--GSSRIVLK-------KYVKDTFSSK-LKT-SSNFDYLFNSAIKKCV--------------------------------ENG-EL-----VQP-K-----G-P------------------S---GI-IKLN---------KKKVKLST-----------------------------------------------------------   258
6325130|Saccharomyces_cerevisi ---------------------------------------------------------------------------------------------------------------------------------------------------------------------MAPKKSTTKTTSKGKKPATSK-GKEKSTSKAAIKKTTAKKEEA---------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------------KSPEV---KKE--KEVSPKPKQAA---TSVSA-T----ASKAKAAST--------------KLAPK-KVVKK--------------------KSPTVT---A----KKASS-P---SS----------------------LTY---KEMILKSMPQLNDGK--GSSRIVLK-------KYVKDTFSSK-LKT-SSNFDYLFNSAIKKCV--------------------------------ENG-EL-----VQP-K-----G-P------------------S---GI-IKLN---------KKKVKLST-----------------------------------------------------------   258
1708096|Saccharomyces_cerevisi --------------------------------------------------MAPKK---------------ST----TKTTSKGKK------------------------------PA-----------------------------------------------T-----SKGKEKSTSKAAIKKTTAK---------------KEEA---------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------KSPEVKKEKEV---SPK--PKQAATSVSAT---AS-KA-K----AASTKLAPK--------------KVVKK-KSPTV---------------------TAKKASSPS----SLTYK-----------------------------EMI---LKSMPQLNDGKGSSR--IVLKKYVK-------D------TFS-SKL-KTSSNFDYLFNSAIKK-------CVE----------------------NGE-LV-----QPK-G-----P-S------------------G---II-KLNK---------KKVKLST------------------------------------------------------------   258
190407831|Saccharomyces_cerevi --------------------------------------------------MAPKK---------------ST----TKTTSKGKK------------------------------PA-----------------------------------------------T-----SKGKEKSTSKAAIKKTTAK---------------KEEA---------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------KSPEVKKEKEV---SPK--PKQAATSVSAT---AS-KA-K----AASTKLAPK--------------KVVKK-KSPTV---------------------TAKKASSPS----SLTYK-----------------------------EMI---LKSMPQLNDGKGSSR--IVLKKYVK-------D------TFS-SKL-KTSSNFDYLFNSAIKK-------CVE----------------------NGE-LV-----QPK-G-----P-S------------------G---II-KLNK---------KKVKLST------------------------------------------------------------   258
256274219|Saccharomyces_cerevi --------------------------------------------------MAPKK---------------ST----TKTTSKGKK------------------------------PA-----------------------------------------------T-----SKGKEKSTSKAAIKKTTAK---------------KEEA---------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------KSPEVKKEKEV---SPK--PKQAATSVSAT---AS-KA-K----AASTKLAPK--------------KVVKK-KSPTV---------------------TAKKASSPS----SLTYK-----------------------------EMI---LKSMPQLNDGKGSSR--IVLKKYVK-------D------TFS-SKL-KTSSNFDYLFNSAIKK-------CVE----------------------NGE-LV-----QPK-G-----P-S------------------G---II-KLNK---------KKVKLST------------------------------------------------------------   258
45269403|Saccharomyces_cerevis ------------------------------------------------MAPKKST--------IK-----TT-------------------------------------------SK---------------------------------------GKK-----P-----ATSKGK-EKS-TSKAAIKK-T------------TAKKEE-A------SSK-----SYRELIIEGLTA-LKERKGSSRPALKKFIKEN-YPIVGSASNFDLYFNNAIK-KGVEAGDFEQPKG--PAGAVKLAKK------KSPEVKKEKEV---SPK--PKQAATSVSAT---AS-KA-K----AASTKLAPK--------------KVVKK-KSPTV---------------------TAKKASSPS----SLTYK-----------------------------EMI---LKSMPQLNDGKGSSR--IVLKKYVK-------D------TFS-SKL-KTSSNFDYLFNSAIKK-------CVE----------------------NGE-LV-----QPK-G-----P-S------------------G---II-KLNK---------KKVKLST------------------------------------------------------------   258
187476484|Caenorhabditis_brenn --------------------------------------------------MTTSL--------IH-----MA------N-HLDAS-----------------------------------------------------------------------TEE-----I-------SLNY--VL---L-G--R-P----------H--HERI--Q------HHP-----SYMEMIKGAIQA-IDNGKGSSKAAILKYIAQN-YHVGENLPKVNSHLRSVLK-KAVDSGDIEQARGHGATGSFRMGRE------LEKNLQVGIPV---ETQ--PMKMLKEVRQK---LAGVA-V----SKKFDKNQP--------------STSSA--AMKK----------------GKPISSMKKR---G----TMTKK-----------------------------RSS---KNK----MAPKVKTS--GLKKKNVG---------------AS-STT-N--------KSSTLTH--------------------------------KT---P-----KAE-------A-P------------------A---TT-TMEL---------RTGTRKSYC----------------------------------------------------------   237
17558328|Caenorhabditis_elegan --------------------------------------------------MTTSL--------IH-----MA------N-HLDAS-----------------------------------------------------------------------TEE-----I-------SLNY--VL---L-G--H-P----------H--HERA--Q------HHP-----SYMDMIKGAIQA-IDNGTGSSKAAILKYIAQN-YHVGENLPKVNNHLRSVLK-KAVDSGDIEQTRGHGATGSFRMGKECEKNLQVGIP--VQTKP-MLMLKEVRQKLENISKAE------KT-KPSTSSMSTNKKGK--PISTMKKRGVMSKKRSS-KNKMA--------------------PKAKSH--------GLKKKGP----------------------------------------ATKSSGLV-------------------------HK-AAG-A-----------------------------------------------KNEAAP----------------------------------------TT-KMEL---------RTGTRKSYC----------------------------------------------------------   232
308480264|Caenorhabditis_reman --------------------------------------------------MTTSL--------IH-----MA------N-NLDAS-----------------------------------------------------------------------TEE-----I-------SLNY--VL---L-G--R-P----------H--HERV--Q------HHP-----SYMEMIKGAISA-IDNGKGSSKAAILKYIAQN-YHVGENLPKVNSHLRSVLK-KAVDSGDIEQARGHGATGSFRMGKE------REKNMQIVVPV---QTQ--PMMMLKEVRQK---LENVA-V----TKKADKNQP--------------STSSA--VQKK----------------GKPISTMKKR---G----AMTKK-----------------------------RSS---KNK----MAPKARSH--GLKKK--K---------------VQ-A-S-K--------PS-GLVH--------------------------------KA---A-----RPE-A-----A-P------------------S---TT-KMEL---------RTGTRKSYC----------------------------------------------------------   234
309360781|Caenorhabditis_brigg --------------------------------------------------MTTSL--------IH-----MA------N-NLDAS-----------------------------------------------------------------------TEE-----I-------SLNY--VL---L-G--R-P----------H--HERV--Q------HHP-----SYMEMIKGAIQA-IDNGKGSSKAAILKYIAQN-YHVGENLPKVNNHLRTVLK-KAVDSGDIEQARGHGATGSFRMGKE------------REKNM-QIVVPVQTQPMMMLKEVR------KK-LENISVSKQTDKNQ--------------PSTSS-VPQKK----------------GKPISSMKKR---G----AMTKK-----------------------------RSS---KNK----MAPKARST--MLKK----------------------KKA-T----------STSKP--------------------------------STSLVH-----KTPKA-----P-A----------------------TT-TMEL---------RTGTRKSYV----------------------------------------------------------   233
        14594811|Beta_vulgaris ------------------------------------------------MSNSGEV--------EA-----QI------P-ATNNF------------------------------PA-TEVKVPEEKPEVD-----------T------------KGRK-----R-------EKKQ--KS---S-M--E-K--------------KHK--A-----PSHP-----PYFQMIKEAILA-LNEKGGSSPYAIAKFMEQKHKTV--LPSNFRKILGLQLK-NSVSRGKLIKVKA-----SYKLSEA------------GKKRS--------EKGSKSRSSSS----------------STTKAAR--------------ANAAKEPTKRR-------------------RPKSKSV--------SKIDN------------------------------------------PPVNPAIT------------------------ARR-SKR-S-----------------------------------------------KPK------------------Q------------------------KLLKTIK---------KKANA--------------------------------------------------------------   202
     5726575|Nicotiana_tabacum --------------------------------------------------MSATG--------EV-----EN-------------------------------------------PA---------VEQPPAEAPTAENQPPA------------TKKSVKEKKP-----RAPREK------------K-P--------------KSAKTV------THP-----PYFQMIKEALLA-LNEKGGSSPYAIAKYTEDKHKDE--LPANFRKILGLQLK-NSAAKGKLMKIKA-----SYKLSEA-------------------------GKKERITASTK------KV-P----KADSKKKPR--ST----------RSATA-TAKKT--------------------EVPKKA--------KLTQK-P---------------------------KKV----------GAKKAKKS-------------------------AP-AKA-K---------------------------------------------------QP------KSIK----SP------------------------AA-KRAK---------KVAA---------------------------------------------------------------   206
      7595978|Solanum_chilense --------------------------------------------MTAIGEAVQRQ--------TE-----AS------K-VKEQA------------------------------PA---------TEKA------VKEKKPR-----------------------------APKE-------K-KP-K-S--------------AKA--V------THP-----PYFQMIKEALLA-LNEKGGSSPYAVAKYMEDKHKDE--LPANFRKILGLQLK-NSAAKGKLIKIKA-----SYKLSEA-------------------------GKKETTTKTST------KK-LLKADSKKKTRSTR--------------ATATA-AKKTE---------------------VPKKA--------KATPK-P---------------------------KKV----------GAKRTRKS-------------------------TP-AKA-K---------------------------------------------------QP------KSIK----SP------------------------AA-KRAK---------KIAV---------------------------------------------------------------   202
   825521|Solanum_lycopersicum --------------------------------------------------MTAIG--------EV-----EN-------------------------------------------PA--------VVQRPTEASKVKEQASAT-------------EKA-------------VKEK-------K-PR-A-P-------------KEKK--PKSAKAVTHP-----PYFQMIKEALLS-LNEKGGSSPYAVAKYMEDKHKDE--LPANFRKILGLQLK-NSAAKGKLIKIKA-----SYKLSEA------------GKKET--------TTKTSTKKLPK---------------ADSKKKPR--ST----------RATST-AAKKT--------------------EVPKKA--------KATPK-P---------------------------KKV----------GAKRTRKS-------------------------TP-AKA-K---------------------------------------------------QP------KSIK----SP------------------------AA-KRAK---------KIAV---------------------------------------------------------------   207
      729668|Solanum_pennellii --------------------------------------------------MTAIG--------EV-----EN-------------------------------------------PT---------VVQRPTEASKVKEQAPA------------TDKK-----P-------RAPK--EK---K-P--K-S--------------AKA--V------THP-----PYFQMIKEALLA-LNEKGGSSPYAVAKYMEDKHKDE--LPANFRKILGLQLK-NSAAKGKLIKIKA-----SYKLSEA------------GKKET--------TTKTSTKKLPK---------------ADSKKKPR--------------STRAT-ATAAK---------------------KTEVP--------KKAKATP----------------------------------------KPKKVGAK---------R--------------TRK-STP-A-----------------------------------------------KAK-QP------KSIK----SP------------------------AA-KRAK---------KIAV---------------------------------------------------------------   202
   189473427|Camellia_sinensis --------------------------------------------------MSTTV--------EG-----EN-------------------------------------------PT---------VEVQMEEVVVAEQSQPA-------------EKP-------------VKEK-KPR-VPK-EK-K-P--------------RAP--KIA----SHP-----PYFQMIKEALLA-LNEKSGSSPYAIAKYMEEEHKPV--LPENFRKILGLQLK-NSAAKGKLIKIKA-----SYKLSEA-------------------------GKKDNGTTKAP----------------MAEKKPK--QARSTTT-----AARAG-APNTR--------------------STKKKS--------ETEKKTA---------------------------KKV----------GPKKAKKA--------------------------------------------------------------------------------TPG-KP---KQLKSIK----SP------------------------AA-KRAR---------KAAKA--------------------------------------------------------------   207
    255581422|Ricinus_communis --------------------------------------------------MATDK----EAEVAA-----TV------E-QPP--------------------------------PA-------------------AEEEAKP-------------AEK-----P-----VKEKKT-KAP-KEK-KP-K-Q--------------PKT--A------SHP-----PYFQMIKEALLT-LNEKSGSSPYAIAKYMEEKHKAV--LPSNFKKILALQLK-NSAARGKLIKIRA-----SYKLSES-------------------------NKKEKGTTKVP------KA------AKGGDKKPK--QP----------KTANV-STRKT--------------------RSVNKA--------EAAKK-P---AAG----------------------------------ATKKVGAP-------------------------KK-TKK-T-----------------------------------------------TPA-KP---KQPKSIK----SP------------------------AA-KRTK---------KAAVAVAS-----------------------------------------------------------   213
 224133758|Populus_trichocarpa -------------------------------------------------MTTSKE--------AE-----TE------A------------------------------------PV---------VEQPPATEEPKVEEKPL------------KEKK-----P-----RTPREK-------K-PR-Q-P-------------KPKA--V------AHP-----PYFQMIKEAILA-LNEKSGSSPYAIAKYMEEKHKAV--LPANFKKILGLQLK-NSAARGKLIKIRA-----SYKLSEA------------GKKE---------KSTTGKVSKGS-------------------------------------SAVKK-TKEVK--------------------PSMRKT--------RSVNK-A--DAG-----------------------------------AKKVVGAK---------K--------------AKK-SAA-A-----------------------------------------------KPK-QP------KSIK----SP------------------------AA-KRAK---------KVTATA-------------------------------------------------------------   202
 224097142|Populus_trichocarpa ---------------------------------------------------MTAT--------EE-----AE-------------------------------------------TE---------A----PV-----VEQPTATEEPKVEENPVKGKR-----P-------RTPR---E-KKP-RQ-P-K--------------PKP--A------AHP-----PYFQMIKEAILA-LNDESGSSPYAIAKYMEEKHKAV--LPANFKKILGLQLK-NSATGGKLIKIRA-----SYKLPEA-------------------------KKTKEVKPTTR-------------------------------------KTRSV-NKAEA---------------------SAKKV--------AGAKK-A---------------------------KKS---AAA----KPKQPKSI---------K------------------SPA-A-----------------------------------------------KRA------------------K-K---------------------------------------------------------------------------------------------------------   179
    306016581|Picea_sitchensis ------------------------------------------------VAVEEVI--------AA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KIVSKSAKPASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKP--------------------------------------------------------   233
    306016603|Picea_sitchensis ------------------------------------------------VAVEEVI--------AA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KIAPKSAKPASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKA--------------------------------------------------------   233
    306016609|Picea_sitchensis ------------------------------------------------VAVEEVI--------AA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-VKK----PVKKTVKPAAK---TASKP-KIAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKA--------------------------------------------------------   233
    306016615|Picea_sitchensis ------------------------------------------------VAVEEVI--------AA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK--PK---A-P--K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------VKKV--PVKKP---VKK--TVKPAAKTASK---PKIAP-K----SAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA----------------------PAK---KPA----AKKAAPAK----KP------------------AAA-KPV-K----------AKKPK-------SIK----------------------SAK-SP-----AKA-K-----P-A------------------A---KA-PPAK---------KAKKP--------------------------------------------------------------   233
    306016561|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KTAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---VA-----------------------------------PAKKPAAK----KP----------------------APA-K--------KPAAAKP--------------------------------VKAKKP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKP--------------------------------------------------------   233
    306016563|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK--PK---A-P--K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------VKKV--PAKKP---VKK--TVKPAAKTASK---PKIAP-K----SAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---VA----------------------PAK---KPA----AKKPAPAK----KP------------------AAA-KPV-K----------AKKPK-------SIK----------------------SAK-SP-----AKA-K-----P-A------------------A---KA-PPAK---------KAKKP--------------------------------------------------------------   233
    306016573|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KIAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---VA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKA--------------------------------------------------------   233
    306016585|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG---------VKKVPAKK--------PVKKTVKPAAK---TASKP-KIVPKSAKSASKPKTAK-----------KVAKA-PAASK--------------------TAAAKP--------AKAAKPA---------------------------APAKKPAAKKAAPAKKPAAAKPVKAKK----------------------PKS-I-----------------------------------------------KSAKSP------AKAK-----P------------------------AA-KAPP---------AKKAKKA------------------------------------------------------------   233
    116778835|Picea_sitchensis --------------------------------------------------MASTA--------AE-----NA-------------------------------------------PEEVVTVAVEEVIVAATETKADEPKAAK------------KAKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG---------VKKVPAKK--------PVKKTVKPAAK---TASKP-KIAPKSAKSASKPKTAK-----------KVAKA-PAASK--------------------TAAAKP--------AKAAKPA---------------------------APAKKPAAKKAAPAKKPAAAKPVKAKK----------------------PKS-I-----------------------------------------------KSAKSP------AKAK-----P------------------------AA-KAPP---------AKKAKKA------------------------------------------------------------   248
    306016579|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK--PK---A-P--K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG---------VKKVPAKK--------PVKKTVKPAAK---TASKP-KIAPKSAKSASKPKTAK-----------KVAKA-PAASK--------------------TAAAKP--------AKAAK-P---AA----------------------PAK----------KPAAKKAA------------------------PAK-KPA------------AAKPV--------------------------------KAK-KP---KSIKSAK----SP------------------------AKAKPAA---------KAPPAKKAKKA--------------------------------------------------------   233
    306016647|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-VKK----PVKKTVKPAAK---TASKP-KTAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKARKA--------------------------------------------------------   233
    306016645|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK--PK---A-P--K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------VKKV--PAKKP---VKK--TVKPAAKTASK---PKTAP-K----SAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA----------------------PAK---KPA----AKKAAPAK----KP------------------AAA-KPV-K----------AKKPK-------SIK----------------------SAK-SP-----AKA-K-----P-A------------------A---KA-PPAK---------KARKA--------------------------------------------------------------   233
    306016613|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KTAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKP--------------------------------------------------------   233
    306016575|Picea_sitchensis ------------------------------------------------VAVEEVI--------AA-----AT------E-TKADE------------------------------PK---------AAKK--------------------------AKA-----P-------KEKK---P---K-AP-K-G-------------SKPA--P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------------VKKVP-AKK----PVKKTVKPAAK---TASKP-KTAPKSAKSASKPK--TAK---------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA-----------------------------------PAKKPAAK--KAAP-------------------AK-KPA-A-----------AKPV--------------------------------KAK-KP---KSIKSAK----SPAK-----------------------A-KPAA---------KAPPAKKAKKA--------------------------------------------------------   233
    306016565|Picea_sitchensis ------------------------------------------------VAVEEVI--------VA-----AT------E-TKADE------------------------------PK-------------------AAKKAKA---------------------P-------KEKK---P-KAP----K-G--------------SKPA-P------AHP-----PYFQMIKEAISA-LKEKGGSSPRAIAKYMEEK-HKAV-LPPNYKKMLAVQIK-KLVLAGKLTKVKA-----SFKLAEG------VKKV--PAKKP---VKK--TVKPAAKTASK------PK-T----APKSAKSAS--KPKTAK------KVAKA-PAASK---------------------TAAAK---P----AKAAK-P---AA----------------------PAK---KPA----AKKAAPAK----KP--AA--------------A---KPV-K----------AKKPK-------SIK----------------------SAK-SP-----AKA-K-----P-A------------------A---KA-PPAK---------KAKKA--------------------------------------------------------------   233
       30024108|Pinus_pinaster ------------------------------------------------MASTDPP--------AD-----TV-------------------------------------------PAEPVANEDVKAAEEKPVKAPKEKKVKT---------------------P-------KEKK---P---K-AA-K-G-------------SKPP--P------AHP-----PYFQMISEAIVA-LKERGGSSPYAIAKFLSEK-YKSD-LPPVFKKKLNVQLR-NLTNSGKLTKVKG-----SYKLAEK------------EKKAD-APKPK--TEKKPAAKKPK------AP-A----AKAPAKAPS--------------KASKP-AAPKK----------------AEKPVAPKKA--------AAPKK-----AA----------------------KPA----------APKAAAPK-------------------------AK-KPA-A----------AAKPA-------APKRSST------------------RTAAKP---AAPKAAK----KP------------------------TP-KKAG---------GAAKKAKK-----------------------------------------------------------   245
    116787421|Picea_sitchensis ---------------------------------------------MAAVDPPADC--------VA-----AE------P-VVNED------------------------------PKTT-------EEKP------VKAPKEK------------KAKT-----P-------KEKK--PK-A-A-K--G-S--------------KPP--P------AHP-----PYFQMISEAITA-LKERGGSSPYAIAKFMSEK-YKSD-LPPVFKKKLTVQLR-NLTNSGKLTKVKG-----SYKLAEK------------EKKPD-APKPK--TEKKPAAKKPK------AP-A----AKAPAKAPS--------------KPSKP-AAPKK--------------------AEKPAA---P----KKPVK-P---AA----------------------PKA---AAP----KAKKPAAA------------------------AKP-APP-K----------RSSTR-------TAA----------------------KPA-AP-----KAAKK-----P------------------------TP-KKAG---------GAAKKAKK-----------------------------------------------------------   239
    224286899|Picea_sitchensis --------------------------------------------------MASAE--------TT-----AE-------------------------------------------PV-----------------------------------------------A-----NNVVKE---K-KPR-AS-K-G-------------PKPP--P------SHP-----TYLQMITEAITS-LKERTGSSQYAISAYISSK-YQSH-LPANFKKILTVQLR-NLAKSGKLTKVKN-----SFKLSEE----------LKKPVKP-KAAKPSKPKAPAKKPAPK----PKAA-TGPKKVSKPAKAPA--------------KVAKA-PKVPK--------------------PKPVAA---P----KKVEK-P--AAP----------------------AKK---AAP----AKKAAPAK----KPVPAK---------------KP-APS-K-----------------------------------------------KPA-KP---VKKAA-------PPK----------------------PK-KAAP---------AAKKAKK------------------------------------------------------------   224
    294461849|Picea_sitchensis --------------------------------------------------MASAE--------TT-----AE-------------------------------------------PV---------------------------------------AKN-----V-------VKAK--KA-R-V-S--K-G--------------SKP--PS-----SHP-----TYLQMITEAITS-LKERTGSSQYAIAAYIGSK-YQSK-LPANFKKLLTVQLR-NLAKSGKLTKVKS-----SFKLSEQ------LKKPVKPKAVK---PVK--PK-APAKKPAA---KPKAV-T----GLKKVSKPV--KGPA--------KLAKA-PKVPK--------------------PKPVAA---P----KKVEK-A---AA----------------------PAK---KVT----PAKKAVPA---------K-------K-------PV-PAK-K--------PA--PSK--------------------------------KPA-KP-----VKK-A-----A-P------------------P---KP-KKAA---------PAAKKAKK-----------------------------------------------------------   224
         221221588|Salmo_salar --------------------------------------------------MVKSE--------VE-----VT------I-NAEEA------------------------------PV---------------------------------------ASS---LKP-------AKKK------------K-N--------------KKK--K------NKP-G---KYSVLVLDAVKK-LNERSGSSLVKIYNEAKKASWF---DEQNGRTYLRYSIR-ALVLNNTLIQVKGMGANGSFRLNED-------------------------KFAKGVPKKTQ---------------SKPAKNTT--------------KTAKA-STTKK--------------------ATVVKA---K----SSPKKAP----------------------------------------DAKMPAAK------------------------LKK-LGV-K-----------------------------------------------KVSAAQ------KNKK-----P------------------------KKASKPP---------AKSPRKK------------------------------------------------------------   193
225709312|Caligus_rogercressey ------------------------------------------------MVKSEVE----VTINAE-----EA-------------------------------------------PV---------------------------------------ASS-----L-----KPAKKK------------K-N-------------KKKK---------NKP-G---KYSVLVLDAVKK-LNERSGSSLVKIYNEAKKASWF---DEQNGRTYLRYSIR-ALVLNNTLIQVKGMGANGSFRLNED-------------------------KFAKGVPKKTQ---------------SKPAKNTT--------------KTAKA-STTKK--------------------ATVVKA---K----SSPKKAP----------------------------------------DAKMPAAK------------------------LKK-LGV-K-----------------------------------------------KVSAAQ------KNKK-----P------------------------KKASKPP---------AKSPRKK------------------------------------------------------------   193
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47225989|Tetraodon_nigroviridi --------------------------------------------------MAETS---------------AA-------------------------------------------PA-------------------------------------------------------KAKK---S---S----K-P--------------KKP--A------SHP-----KYSEMIKAAIVH-DANRNGASRQSIQKYVKKN-YKV---GDNVDVQIKLALK-RLVESGMLRQTKGIGASGSFKLTKP------------EEAPK--------PKKAAPASKPK---KAAKP--------PKPKKAA--------------KSKRT-KTPEK--------------------PKKPAP--------KKVKKAP---------------------------KKA----------SPAKAKKA-PPKKS----------------------KPV-K---------SKAKPA--------------------------------KKAAKP------KAK------P---------------------------AKKA---------TKTAKKK------------------------------------------------------------   194
         223646868|Salmo_salar --------------------------------------------------MAETA--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----A-P--------------KKP--A------SHP-----KYSDMIKAAVHA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSEGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKVKAVVKAK------KS-PVKSAKPKKVAKPK--KVG---------QITSK-SQESK--------------------SGSEESEKVPEESGTKAQESS---------------------------KENQGGQASQGNETQEGQSCE-------------------------TQ-TQG-R--------SQESRKE--------------------------------EVNGHF---RETYYNK----SHCKYFEEMFFVYVILFLYGLMRTYTFL-PIVF---------HSIDAVKEGLELKFWCVTALIVGLLCRLLFLCDL---------------------------------   276
          41054677|Danio_rerio --------------------------------------------------MAETA--------AT--------------------------------------------------PS-----------------------------------------------S-------KPKR---A---K----S-S--------------KKG--T------SHP-----KYSEMIKAAIAA-DRSRGGASRQSIQKYVKHH-YKV---GDNADSQIKLALK-RLVAGGDLRHTKGIGASGSFKLAKA-----------EDIKKP--------EKPKPAAAKAR------KP-VKAAAKPKKAPKPK--------------KVTKSPAKTKK--------------------AAEKKV--------KKAAE-----------------------------KKK----------SPVKAKKV------------------------VKK-AKV-A-----------------------------------------------KPA-KASKAKKVKTAK-----P------------------------KP-KTAA---------RKTGKKK------------------------------------------------------------   199
      225707072|Osmerus_mordax --------------------------------------------------MAETA--------AA--------------------------------------------------PA---------------------------------------PKA---------------KK---A---K----T-P--------------KKT--A------SHP-----KYSDMIKTAIVA-DKSRGGASRQSIQKYIKGH-YKV---GENADSQIKLSLK-RLVNSGVLRHTKGIGASGSFKLAKA------------EDAKK--------VSKPKPVVKAK------KP-AAKPKKVAKPKKVA--------------KSPAK-AKKPK--------------------PAAKKVKKSP----EKKKAAP----------------------------------------KPKKAVKK-------------------------AK-PTK-P-----------------------------------------------KAS-KP---KKAKTAK-----P------------------------KP-KTTA---------KKATKKK------------------------------------------------------------   196
         225716648|Esox_lucius --------------------------------------------------MAETV--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----A-P--------------KKP--A------SHP-----KYSDMIKAAVQA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSGGLLRHTKGIGASGSFKLAKA------------EDTKK--------APKPKPVVKAK------KS-PVKAAKPKKVAKPK--------------KVVKS-PAKAK---------------------KAKVA---V----KKVKKSP---------------------------KKV----------APKPKKVV----------------------------KKV-K----------AAKPA--------------------------------KAV-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
 225705682|Oncorhynchus_mykiss --------------------------------------------------MAETA---------------AA-------------------------------------------PA-----------------------------------------------P-------KAKK---A--------KAP--------------KKP--A------SHP-----KYSDMIKAAVHA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSEGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKVKTVVKAK------KS-PVKAAKPKKVAKPK--------------KVAKS-PVKAK---------------------KAKVS---V----KKVKKSP---------------------------KKA----------APKPKKVA----------------------------KKT-K----------VAKPA--------------------------------KAT-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
         221219276|Salmo_salar --------------------------------------------------MAETA---------------AA-------------------------------------------PA-----------------------------------------------P-------KAKK---A--------KAP--------------KKP--A------SHP-----KYSDMIKAAVHA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSEGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKVKAVVKAK------KS-PVKSAKPKKAAKPK--------------KVAKS-PAKAK---------------------KAKVA---V----KKVKKSP---------------------------KKA----------APKPKKVA----------------------------KKT-K----------VAKPA--------------------------------KAT-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
225709678|Caligus_rogercressey --------------------------------------------------MAETA---------------AA-------------------------------------------PV-----------------------------------------------P-------KAKK---A--------KAP--------------KKP--A------SHP-----KYSDMIKAAVHA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSEGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKVKAVVKAK------KS-PVKSAKPKKVAKPK--------------KVAKS-PAKAK---------------------KAKVA---V----KKVKKSP---------------------------KKA----------APKPKKVA----------------------------KKT-K----------VAKPA--------------------------------KAT-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
         197632441|Salmo_salar --------------------------------------------------MAETA--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----A-P--------------KKP--A------SHP-----KYSDMIKAAVHA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSEGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKVKAVVKAK------KS-PVKSAKPKKVAKPK--------------KVAKS-PAKAK---------------------KAKVA---V----KKVKKSP---------------------------KKA----------APKPKKVA----------------------------KKT-K----------VAKPA--------------------------------KAT-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
         197632443|Salmo_salar --------------------------------------------------MAETV--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----T-P--------------KKP--A------SHP-----KYSDMIMAAVQA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSGGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKAKAVVKPK------KS-PVKVAKPKKVAKPK--------------KVAKS-PAKAK---------------------KAKVS---V----KKVKKSP---------------------------KKA----------APKPKKVI----------------------------KKA-K----------VAKPA--------------------------------KAA-KP---KKAKAAK-----P------------------------KP-KAAA---------KKAAKKK------------------------------------------------------------   198
 225705538|Oncorhynchus_mykiss --------------------------------------------------MAETV--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----A-P--------------KKA--A------SHP-----KYSDMIMAAVQA-DKSRGSASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSGGVLRHTKGIGASGSFKLAKA------------EDTKK--------APKAKAVVKPK------KS-PVKVAKPKKVAKSK--------------KVAKS-PAKAK---------------------KAKVS---V----KKVKKSP---------------------------KKA----------APKPKKVV----------------------------KKA-K----------VAKPA--------------------------------RAA-KP---KKVKAAK-----P------------------------KP-KAAA---------KKATKKK------------------------------------------------------------   198
 225705816|Oncorhynchus_mykiss --------------------------------------------------MAETV--------AA--------------------------------------------------PA-----------------------------------------------P-------KAKK---A---K----A-P--------------KKA--A------SHP-----KYSDMIMAAVQA-DESRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSGGVPRHTKGIGASGSFKLAKA------------EDTKK--------APKAKAVVKPK------KS-PVKVAKPKKVAKPK--------------KVAKS-PAKAK---------------------KAKVS---V----KKVKKSP---------------------------KKA----------APKPKKVV----------------------------KKA-K----------VAKPA--------------------------------RAA-KP---KKAKAAK-----P------------------------KP-KAAA---------KKATKKK------------------------------------------------------------   198
 225703428|Oncorhynchus_mykiss --------------------------------------------------MAETV---------------AA-------------------------------------------PT-----------------------------------------------P-------KAKK---A---K----A-P--------------KKA--A------SHP-----KYSDMIMAAVQA-DKSRGGASRQSVQKYIKSH-YKV---GDNADSQIKLSLK-RMVSGGVPRHTKGVGASGSFKLAKA------------EDTKK--------APKAKAVVKPK------KS-PVKVAKPKKVAKPK--------------KVAKS-PAKAK---------------------KAKVS---V----KKVKKSP---------------------------KKA----------APKPKKVV----KK------------------AKV-AKP-A-----------------------------------------------RAA-KP---KKAKAAK-----P------------------------KP-KAAA---------KKATKKK------------------------------------------------------------   198
       113206128|Gallus_gallus --------------------------------------------------MTESL--------VL-----SP------A------------------------------------PA-------------------------------------------------------KPKR---V---K----A-S--------------RRS--A------SHP-----TYSEMIAAAIRA-EKSRGGSSRQSIQKYIKSH-YKV---GHNADLQIKLSIR-RLLAAGVLKQTKGVGASGSFRLAKS-------------------------DKAKRSPGKKK------KA-VRRSTSPKKAARPR--------------KARSP-AKKPK--------------------ATARKA--------RKKSR-A----------------------------------------SPKKAKKP-----K------------------TVK-AKS-R-----------------------------------------------KAS-KA---KKVKRSK-----P------------------------RA-KSGA---------RKSPKKK------------------------------------------------------------   190
       122111|Cairina_moschata --------------------------------------------------MTDSP--------IP-----A--------------------------------------------PA-----------------------------------------------P-----AAKPKR---A---K----A-P--------------RKP--A------SHP-----SYSEMIVAAIRA-EKSRGGSSRQSIQKYVKSH-YKV---GQHADLQIKLSIR-RLLAAGVLKQTKGVGASGSYRLAKG--------------DKA--------KKSPAGRKKKK------KA-ARRSTSPRKAARPR--------------KARSP-AKKPK--------------------AAARKA---R----KKSRA------------------------------------------SPKKAKKP---------K--------------TVK-AKS-L-----------------------------------------------KTS-KV---KKAKRSK-----P------------------------RA-KSGA---------RKSPKKK------------------------------------------------------------   194
            122110|Anser_anser --------------------------------------------------TDSPI--------PA--------------------------------------------------PA-----------------------------------------------P-----AAKPKR---A---R----A-P--------------RKP--A------SHP-----TYSEMIAAAIRA-DKSRGGSSRQSIQKYVKSH-YKV---GQHADLQIKLAIR-RLLTTGVLKQTKGVGASGSFRLAKG--------------DKA--------KRSPAGRKKKK--------------KAARKSTSP--------------KKAAR-PRKAR--------------------SPAKKP---K----AAARK-A---------------------------RKK---SRA----SPKKAKKP---------K--------------TVK-AKS-L-----------------------------------------------KTS-KP-----KKARR-----S-K------------------P---RA-KSGA---------RKSPKKK------------------------------------------------------------   193
149468564|Ornithorhynchus_anat --------------------------------------------------MCLFL---------------------------------------------------------------------------------------------------------------------------------------L--------------KKV---------TYPLR---STPDMIVAAHPGRRRNRAGSSRQSIQKYVKGH-YKV---GENADSQIKLAIK-RLVTAGVLKQTKGVGASGSFRLAKG----------------D--------EPRKPAVKKAK------RE-VKKAAAPRKAAKPK--------------KAPAK-APAKK--------------------PKAVAK---------KAKKKP---AA-----------------------------------APKKTKKP---------K--------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPSK-----P------------------------KA-KSSA---------KKPAKKK------------------------------------------------------------   181
291414657|Oryctolagus_cuniculu --------------------------------------------------MSDNS---------------TA------A------------------------------------AA-----------------------------------------------A-------KPKR---A---K----AAS--------------KKS--A------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YSV---GENADSQVKLAIR-RLVTAGALQQTKGVGASGSFRLAKG--------------DEP--------KRAVAFRKEAK------KA-VKKAAAPRKAPKPK--------------KAPPK-APRKK--------------------PRAAPA--------KKAKKQP---AA-----------------------------------TPKKAKKP---------R--------------AVR-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----A------------------------KA-KASA---------KRAGKKK------------------------------------------------------------   196
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  296191845|Callithrix_jacchus --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-VKKVATPKKASKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKK-K---------------------------LAA----------TPKRAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
        194387670|Homo_sapiens ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------M----T----------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-IKKVATPKKASKPK--------------KAASK-APTKK--------------------PKATPV--------KKAKK-K---------------------------LAA----------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   177
        197098626|Pongo_abelii --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMVVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-IKKVATPKKASKPK--------------KAASK-APTKK--------------------PKATPV--------KKAKK-K---------------------------LAA----------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
         20810071|Homo_sapiens --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENAHSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-IKKVATPKKASKPK--------------KAASK-APTKK--------------------PKATPV--------KKAKK-K---------------------------LAA----------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
      109094125|Macaca_mulatta --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-IKKVATPKKASKPK--------------KAASK-APTKK--------------------PKATPV--------KKAKK-K---------------------------LAA----------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSV---------KRAGKKK------------------------------------------------------------   194
          4885371|Homo_sapiens --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKKSVAFKKTK------KE-IKKVATPKKASKPK--------------KAASK-APTKK--------------------PKATPV--------KKAKKKL----------------------------AA----------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
      194226814|Equus_caballus --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKVAKPK--------------KAASK-APSKK--------------------PKAAPV--------KKTKKKP---AA-----------------------------------TPKKTKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
          311255132|Sus_scrofa --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKTAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
301757492|Ailuropoda_melanoleu --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKTKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRAGKKK------------------------------------------------------------   194
          73969712|Canis_lupus --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKTKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRTGKKK------------------------------------------------------------   194
          115496898|Bos_taurus --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKS---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKTKKP-----K------------------TVK-AKP-V-----------------------------------------------KAS-KP---KKTKPVK-----P------------------------KA-KSSA---------KRTGKKK------------------------------------------------------------   194
     6981004|Rattus_norvegicus --------------------------------------------------MTENS---------------TS------T------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-A--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKG---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP-----K------------------IVK-VKP-V-----------------------------------------------KAS-KP---KKAKPVK-----P------------------------KA-KSSA---------KRASKKK------------------------------------------------------------   194
         31560697|Mus_musculus --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKG---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP-----K------------------VVK-VKP-V-----------------------------------------------KAS-KP---KKAKTVK-----P------------------------KA-KSSA---------KRASKKK------------------------------------------------------------   194
            51313|Mus_musculus --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENANSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKG---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP-----K------------------VVK-VKP-V-----------------------------------------------KAS-KP---KKAKTVK-----P------------------------KA-KSSA---------KRGSKKK------------------------------------------------------------   194
      308818151|Xenopus_laevis --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKG---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP---------K--------------VVK-VKP-V-----------------------------------------------KAS-KP---KKAKTVK-----P------------------------KA-KSSA---------KRGSKKK------------------------------------------------------------   194
         74150546|Mus_musculus --------------------------------------------------MTENS---------------TS------A------------------------------------PA-----------------------------------------------A-------KPKR---A---K----A-S--------------KKS--T------DHP-----KYSDMIVAAIQA-EKNRAGSSRQSIQKYIKSH-YKV---GENADSQIKLSIK-RLVTTGVLKQTKGVGASGSFRLAKG---------------DE--------PKRSVAFKKTK------KE-VKKVATPKKAAKPK--------------KAASK-APSKK--------------------PKATPV--------KKAKKKP---AA-----------------------------------TPKKAKKP---------K--------------VVK-VKP-V-----------------------------------------------KAS-KP---KKAKTVK-----P------------------------KA-KSSA---------KRGSKKK------------------------------------------------------------   194
      148234692|Xenopus_laevis --------------------------------------------------MTENS---------------A--------------------------------------------PA-----------------------------------------------A-------KPRR---S---K----A-S--------------KKS--T------DHP-----KYSDMILDAVQA-EKSRSGSSRQSIQKYIKNN-YTV---GENADSQIKLSIK-RLVTSGTLKQTKGVGASGSFRLAKA-------------------------DEVKKPAKKPK------KE-IKKAVSPKKAAKPK--------------KAAKS-PAKAK---------------------KPKVA---E----KKVKKAP---------------------------KKK---PAP----SPRKAKKT---------K--------------TVR-AKP-V-------WASKAKKA--------------------------------KPS-KP----------------------------------------KA-KASP---------KKSGRKK------------------------------------------------------------   194
       32484301|Xenopus_laevis ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------K----S---------------------T------DHP-----KYSDMILDAVQA-EKSRSGSSRQSIQKYIKNN-YTV---GENADSQIKLSIK-RLVTSGTLKQTKGVGASGSFRLAKA------D-----EVKKP---AKK--PKKEIKKAVSP----------------KKAAKPK--------------KAAKS-PAKAK---------------------KPKVA---E----KKVKKAP---------------------------KKK---PAP----SPRKAKKT---------K-------T-------VR-AKP-V-------WASKAKKA--------------------------------KPS-KP------KA-K-----A-S----------------------------P---------KKSGRKK------------------------------------------------------------   176
   47498062|Xenopus__Silurana_ --------------------------------------------------MTENS---------------AA------A------------------------------------PA-----------------------------------------------G-------KPKR---S---K----A-S--------------KKA--T------DHP-----KYSDMILAAVQA-EKSRSGSSRQSIQKYIKNH-YKV---GENADSQIKLSIK-RLVTSGTLKQTKGVGASGSFRLAKA-------------------------DEGKKPAKKPK------KE-IKKAASPKKAAKPK--------------KAAKS-PAKAK---------------------KPKVA---E----KKVKKPA---------------------------KKK---PAP----SPKKAKKT---------K--------------TVK-AKP-V-----------------------------------------------RAS-RV---KKAKPSK-----P------------------------KA-KASP---------KKSGRKK------------------------------------------------------------   196
         122108|Xenopus_laevis --------------------------------------------------MAENS---------------AA------T------------------------------------PA-----------------------------------------------A-------KPKR---S---K----A-L--------------KKS--T------DHP-----KYSDMILAAVQA-EKSRSGSSRQSIQKYIKNH-YKV---GENADSQIKLSIK-RLVTSGALKQTKGVGASGSFRLAKA-------------------------DEGKKPAKKPK------KE-IKKAVSPKKVAKPK--------------KAAKS-PAKAK---------------------KPKVA---E----KKVKKVA---------------------------KKK---PAP----SPKKAKKT---------K--------------TVK-AKP-V-----------------------------------------------RAS-KV---KKAKPSK-----P------------------------KA-KASP---------KKSGRKK------------------------------------------------------------   196
       32450475|Xenopus_laevis --------------------------------------------------MAENS---------------AA------T------------------------------------PA-----------------------------------------------A-------KPKR---S---K----A-L--------------KKS--T------DHP-----KYSDMILAAVQA-EKSRSGSSRQSIQKYIKNH-YKV---GENADSQIKLSIK-RLVTSGALKQTKGVGASGSFRLAKA-------------------------------------------------------------------------DEGKK-PAKKK----------------------------------KKKKK-K-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   114
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 161669222|Lycosa_singoriensis --------------------------------------THSVRDSLAIDMSDDTA--------AV-----TS------T------------------------------------PA---------------------------------------ATT-----P-------KKKA---KSATK----K-P--------------KAA--P------THP-----KVSEMVNDAITS-LKERGGSSLQAIKKHIGSH-HKV--DLDRITPFIKKYLK-TAVASGALIQTKGKGASGSFKLSAS-------------------------GQKTKGPGKAK------KP-KKESASPKKPKAAA--V-----------KKAAK-PKAKS---------------------AEKKK---P-----AAKK-P----------------------------------------AAKKAAKP---------K---------------TP-KKA-A-----------------------------------------------KPT-KP---KSPKVKK----MK------------------------TP-KKAT---------PKKAGKK------------------------------------------------------------   210
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 270015442|Tribolium_castaneum --------------------------------------------------MADVE--------NQ-----SA------S-ANAAA-------------STTS-------------PQ-V-------HHHA----------------------------------K-------KEKK---A---K----N-P--------------RAK--P------SHP-----PTSEMVNNAIKG-LKERGGSSLQAIKKFVAAN-YKV--DAEKVAPFIKKYLK-GAVASGSLVQTKGKGASGSFKLASS---------SASGGGAK--------ARAAAAASAAR---------AAAAAAAAATGERK--------------KKSSAVSKVKK--------------------NTGKRS---AVSAPKTGKKPS----------------------------------------SPKAKKVA------------------------AEK-----------------------------------------------------KSVAVA------KAKR-----PLL----------------------SA-LRRN---------NRCFLYR------------------------------------------------------------   214
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 156545683|Nasonia_vitripennis --------------------------------------------------MGEGM--------LP-----GR------T-----GWDEGFGMNFGEFEGLTG--------K----FV-V-------GSRR------ISVEKPA-------------RRS-----S---------GA---A---K----K-P--------------RSK--P------SHP-----RTSDMVDAAIKS-LKERGGSSLQAIKKYIAAT-YKL--DAEKLSPFIKKYLK-SGVVAKKLVQTKGKGAAGSFKLSVG---------SAAGEKKA--------SVASSAGKRKK------SP---------TKKKPA--------------------TAAVK----------------------------------KAAKK------------------------------------------SPIKPKKS----------------------------LPA-------------------------------------------------KPP-KP------KLSK---------------------------------RAAG---------RKPAAKK------------------------------------------------------------   201
      110749616|Apis_mellifera --------------------------------------------------MEDKA--------NS-----GS------T-----A-------------VEAA--------E---NPT-A-------PAKK------PSK-----------------------------------SK---S---K----A-Q--------------REK--A------SHP-----PTSEMVNAAIKE-LKDRKGSSLQAIKKYIAST-YKV--DGEKFAPFIKRYLK-SAVTSGTVVQTKGKGASGSFKLSTG---------KNSESSKT---KKVPHPTKKSVPKKTQ---WVEKK--------TVSKKTA--------------PAKKP-ATPKK--------------------AAVEKK---PAPAKKSASKVA---AA----------------------KPKAASEAKSMSKAKKTAKAP------------------------AAK-TRT-P-----------------------------------------------KPK-------------------------------------------KAAAPKT---------VKSPAKK------------------------------------------------------------   224
 156545681|Nasonia_vitripennis --------------------------------------------------MAEKA--------TA-----AA------E-----S-------------A----------------PV-P-------STSG------SSSPKKA-------------AAA-----A---------AK---A---K----K-P--------------RSK--P------SHP-----RTSEMVTAAIAA-LKERGGSSLQAIKKYIAAT-YKL--DAEKLSPFIKKYLK-SAVASKELLQVKGKGASGSFKLSAA------------KAEGK--------PSAGAAAKRAK------TA------APAAKKKPAAAKKSSAAAK----KSAAA-AAKKK--------------------PAAAKK--------AAAKK-PLVEKK----------------------KSLKAVAAK----KPKAVAAK-KAAAA------------------PKK-AAA-K--------VTKKAKA--------------------------------QPAKKP------AAAK-----PKK-------------------------PAAK---------KAAPKKK------------------------------------------------------------   240
   242003204|Pediculus_humanus --------------------------------------------------MSETE--------VA-----TA------P-----A-------------PAAS--------T----P------------KK------AAKGKSS-------------GSA-----A-------AAGA---A---K----K-A--------------KAK--P------SHP-----KTADMVTAAIKN-LKERGGSSLQAIKKYIGAN-YKV--DAEKLAPFIRKYLK-SAVTSGSLVQTKGKGASGSFKLPPS------------AEKAP--------SKKKAQPAKAA------AP------KAKSAEPKA--------------KKAKP-TPAKK--------------------TAVKKS------ASSVPKKAP---------------------------AKE----------KPAKSAAP-SKTKK------------------VKK-APTKK---------PKAPKP--------------------------------KKVTQA------AAAA----KP---------------------------KTAK---------KATPTKKK-----------------------------------------------------------   224
 224156298|Populus_trichocarpa --------------------------------------------------MSEAE--------AT-----AV------V------------------------------------AS---------SPKK----------------------------------P-------AKSA---A-ASK----K-P--------------RAK--P------AHP-----KTAEMVNSAIKS-LKERGGSSLQAIKKYITAN-YKT--DAEKLSPFIKKYIK-GAVASGALVQTKGKGASGSFKLASK------------EKAAP--------AKKPAAAKKTA-----------------AAKKPV--------------AAKKA-VAEKK--------------------PKAAAA---P----KKVKS-P----------------------------------------SKAKKATK------------------------A---PAA-K-----------------------------------------------KPK-AP------KP---------K----------------------KA-AAKP---------KAAPKKK------------------------------------------------------------   186
14269419|Rhynchosciara_america --------------------------------------------------MSDTA--------IT-----EA------A-----L-------------PATT--------S---SPA-A-------KKSK------VTS-----------------------------------AA---S---K----K-P--------------RVK--P------SHP-----PTADMVNAAIKS-LKERGGSSLQAIKKYITAN-YKI--DAEKISPFIKKYLK-SAVTGGKLIQTKGKGASGSFKLSAT------------GKVKS--------EESAPKKAVAR---------PKKTKTVTSEKKPKV-------------KKVAS-PAKKK--------------------PADKSA--------EKKKKAA---AP----------------------AKA----------AKKAGSVK-APKEK------------------STK-PKA------------AAKKP--------------------------------KTP-KP------KKAA-----PSK----------------------KA-APKK---------AAAPKKK------------------------------------------------------------   221
  158958246|Anthonomus_grandis --------------------------------------------------MADTE---------------SV-------------------------------------------PV-------------------ASAPPAS-------------SAS-------------KKEK------------K-A--------------KAK--P------THP-----PTSEMVNNAIKG-LKERGGSSLQAIKKYIAAN-YKV--DAEKVAPFIKKYLK-SAVVSGALVQTKGKGASGSFKLPTS---------G--T------------PAAKQGAAGEK------KK-A------ASRKKSP--AKK---------ATGEA-ASAAK--------------------PKAKKA---A-----SPKV-A---AK-------KPAGD---------KKGK---KTT----SGEKKVTK----TA---A-------A------ATS-AAV-A----------AVKPK-------S-PSKAK-------------KS---NKA-GP------TK-K-----P-K------------------A---PK-PKTA---------KAPAAKA---------------------------KKAASPKKKK-----------------------   233
 462228|Tigriopus_californicus --------------------------------------------------MTETT---------------SA------K------------------------------------PK------------------------------------------------------------------K-VS-K-P--------------KAK--P------THP-----PTSVMVMAAIKA-LKERNGSSLPAIKKYIAAN-YKV--DVVKNAHFIKKALK-SLVEKKKLVQTKGAGASGSFKLAAA------------AKAEK--------PKAVAKPKKAK---TPKKK-------AAATKKPT--------------GEKKAKTPKKK--------------------PAAKKP---------AAAKPK---------------------------KAK----------TPKKKAAP------------------------AKK-TPV-K-----------------------------------------------KVK-KT-------------------------------------------SPKK---------KAAPKKK------------------------------------------------------------   181
         7432|Drosophila_hydei --------------------------------------------------MSDSV--------VA-----VS------A-----S-------------PVTP--------Q----TA-S-------AEKK------VAAKKPA-------------SAS-----A---------SK---A---K----K-T--------------TAP--P------THP-----PTQQMVDASIQN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLK-NSVANGKLIQTKGKGASGSFKLSAS---------S--K--KE---P-K--PKVSSVEKKSK------KV-T------SSAAAAK--KK--TISAT---KKPKG-VADKK--------------------LS--KA---V-----VTKK-S---VD-------KKKAE----------KAK---AKD----AKKVGTIK----AK---P-------T------TAK-AKS-S----------APKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-AAAS---------PKKAAAK---------------------------KPKAKTASAT---KK------------------   249
      1170157|Drosophila_hydei --------------------------------------------------MSDSV--------VA-----VS------A-----S-------------PVTP--------Q----TA-S-------AEKK------VAAKKPA-------------SAS-----A---------SK---A---K----K-T--------------TAP--P------THP-----PTQQMVDASIQN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLK-NSVANGKLIQTKGKGASGSFKLSAS---------S--K--KE---P-K--PKVSSVEKKSK------KV-T------SSAAAAK--KK--TISAT---KKPKG-VADKK--------------------LS--KA---V-----VTKK-S---VD-------KKKAE----------KAK---AKD----AKKVGTIK----AK---P-------T------TAK-AKS-S----------AAKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-AAAS---------PKKAAAK---------------------------KPKAKTASAT---KK------------------   249
  195388844|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VSTKK-A-------------AAT-----P---------KS---K---K----S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAT---------A--N--KD---A-K--PKASAVEKKTK------KV-N------ASAAAAT--KRKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-M---WR-------KELT------------RK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPR-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKENCCQ---------------------------EAKSEDCICN---EEII----------------   250
  195404331|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VSTKK-A-------------AAT-----P---------KS---K---K----S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAT---------A--N--KD---A-K--PKASAVEKKTK------KV-N------ASAAAAT--KRKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-N---VE-------KKKAD----------KEK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-X-----X-X------------------X-----------------------XXX---------------------------XPLTLYYWEFFFWKF------------------   243
144226130|Drosophila_americana ---------------------------------------------------------------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VATKKAA-------------AAT-----P---------KS---K---K----S-A---------------AP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAS---------A--K--KD---P-K--PKASAVDKKAK------KV-N------ASPAAAT--KKKSSTSIT---KKAAG-AADKK--------------------LS--KA---T-----PSKK-S---VE-------KKKAD----------KAK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------TA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAMTASAT-----------------------   243
   11386768|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VSTKK-A-------------AAT-----P---------KS---K---K----S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSRS---------A--K--KD---P-K--PKASAVEKKTK------KV-N------ASAARAT--KKKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----PTKK-S---VE-------KKRAD----------KAK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TK------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
  195387153|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VATKKAA-------------AAT-----P---------KS---K---K----S-T---------------AP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAS---------A--K--KD---P-K--PKASAVEKKTK------KV-N------ASAAAAT--KKKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----PTKK-S---VE-------KKKAD----------KAK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
    2495137|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-----S-------------PVIA--------Q----AA-S-------GEKK------VSTKK-G-------------SST-----P---------ES---K---K----S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGNVIQTKGKGASGSFKLSAS---------A--N--KD---A-K--PKASAVEKKTK------KV-N------ASAARAT--KSKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-N---VE-------KKKAD----------KEK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
   11386769|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-S----------------------------------PV--------IVQAA------SGEKKVS------------TKKA-----A-------ATPK---S---K-K--S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSRS---------A--K--KD---A-K--PKASAVEKKTK------KV-N------ASAAAAT--KRSSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-N---VE-------KKKAD----------KEK---AKD----AKKTGTIK----AK---L-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
  195388862|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-S----------------------------------PV--------IAQAA------SGEKKVS------------TKKA-----A-------ATPK---S---K-K--S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAT---------A--N--KD---A-K--PKASAVEKKTK------KV-N------ASAAAAT--KRKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-N---VE-------KKKAD----------KEK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
  195388872|Drosophila_virilis --------------------------------------------------MSDSA--------VA-----TS------A-S----------------------------------PV--------IAQAA------SGEKKVS------------TKKA-----A-------ATPK---S---K-K--S-T--------------AAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYIGAT-YKC--DAQKLAPFIKKYLK-NAVANGKLIQTKGKGASGSFKLSAS---------A--N--KD---A-K--PKASAVEKKTK------KV-N------ASAAAAT--KRKSSTSTT---KKAAG-AADKK--------------------LS--KS---A-----AAKK-N---VE-------KKKAD----------KEK---AKD----AKKTGTIK----AK---P-------T------TAK-AKS-S----------ATKPK-------T--------------------P---KPK-TT------SA-K-----P-K------------------K---VV-SATT---------PKKTAVK---------------------------KPKAKTASAT---KK------------------   250
195095508|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPLIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------------AKKEP---K----PKASPLEKKTT--------------AASAAAAAK--------------KKKSA-TVDKK--------------------KPSKVA--------TASKK------------------------------------------SAEKWKAD---------K---------------SK-AKA-K---------AKAVAK--------------------------------DAK--------------------K----------------------TG-TVKA---------KPTTADA------------------------------------------------------------   203
195098556|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGQGASGSFKLSAS------AKKEPKPKASP--------LEKKTTAAAAK------KKKSATVDKKKPSKVATASKKSAEKSKADKAKAKAKAKAVAK---------------------DAKKT--------GTVKAKP---------------------------TTADAKAKAKAKQSAAKAKTP------------------------KPK-TQT-T----------SAKPK--------------------------------QAKAVA------KPAT-----P------------------------KK-ASAK---------KPKAAKK------------------------------------------------------------   251
195076767|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS---------A--K--KE---P-K--PKASP----------------------LEKKTTA--ASAAAAAK----KNKSA-TVDKK--------------------KPSKVA---T-----ASKK-S---AE-------KSNAD--NAKAKAKAKAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K--------A-NAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPK-K---------------------------ASAKKPKAAK---K-------------------   255
195093587|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPLIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS---------A--K--KE---P-K--PKASP----------------------LEKKTTA--ASAAAAAK----KKKSA-TVDKK--------------------KPSKVA---T-----ASKK-S---AE-------KSKAD--KAKAKAKAKAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K--------A-KAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPK-K---------------------------ASAKKPKAAK---K-------------------   255
195063464|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------------AKKEP-KPKASPLEKKTTAAAAKK------KK-S----ATVDKKKPS--KV----------ATASK-KSAEK--------------------SKADKA---K----AKAKA-----------------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP------------------KPKTQA---TSAKAKA----VA-K------------------PATPKK-ASAK---------KPKAAKK------------------------------------------------------------   248
195063412|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AKKE--PKPKA---SLE--KKTTAASAAAA---AKKKK-S----ATVDKKKPS--KV----------ATASK-KSAEK--------------------SKADKA---K----AKAKA-----------------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   254
195094315|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AKKEPKPKASP---LEK--KTTAASAAAKK------KK-S----ATVDKKKPS--------------KVATA-SKKSA--------------------EKSKAD---K----AKAKA-K---AKA---------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   255
195087256|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AKKEPKPKASP---L-E--KKTTAASAAAA---AKKKK-S----ATVDKKKPS--------------KVATA-SKKSA--------------------EKSKAD---K----AKAKA-K---AKA---------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   257
195063589|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AKKEPKPKASP---L-E--KKTTAASAAAA---AKKKK-S----ATVDKKKPS--KV----------ATASK-KSAEK--------------------SKADKA---K----AKAKA-----------------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   255
195063533|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AKKEPKPKASP---LEK--KTTAASAAAKK------KK-S----ATVDKKKPS--KV----------ATASK-KSAEK--------------------SKADKA---K----AKAKA-----------------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   253
195075586|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS------AK----KEPKP---KAS--PLEKKTTAAAA---AKKKK-S----ATVDKKKPS--KV----------ATASK-KSAEK--------------------SKADKA---K----AKAKA-----------------------------KAV---AKD----AKKTGTVK----AK---P-------T------TAD-AKA-K---------AKAKQS-------AAKAKTP-------------KP---KTQ-AT------SA-K-----P-K------------------Q---AK-AVAK---------PATPKKA---------------------------SAKKPKAAKK-----------------------   252
195066454|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS---AK--KEP-KPKASP-------------LEKKTT---AASAAAAKKNKSATVDKKKP--------------SKVAT--ASKKSAEKSKADKAKAKAKAKAVAKDAKKT--------GTVKAKPTTADA----------------------KAKA-NAKQ----SAAKAKTP------------------------KPK-TQA-T----------SAKPKQA------------------------------KAVAKP---------A----TP------------------------K-KASAK---------KPKAAKK------------------------------------------------------------   254
195096012|Drosophila_grimshawi --------------------------------------------------MSDSA--------VA-----TI------A-----S-------------PVTA--------T----PA-A-------AEKK------VATKKAA-------------SGL----------------K---A---K----R-T--------------TAG--A------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKKYLR-TAVASGKLVQTKGKGASGSFKLSAS-------------AKKE--------PKPKASPLEKK---TTAAS-AAAAKKNKSATVDK--------------KKPSKVATASK--------------------KSAEKS---------KADKAK---AK----------------------AKAKAVAKD----AKKTGTVK-AKPT-------------------TAD-AKA-KAKAKQSAAKAKTPKP--------------------------------KTQATSAKPKQAKAVA----KPAT----------------------PKKASAK---------KPKAAKK------------------------------------------------------------   254
195443300|Drosophila_williston --------------------------------------------------MSDSV--------AA-----IS------A-----S-------------PVAG--------PTAPATA-S-------VDKK------VAAKKTS-------------AAS-----S---------TK---A---K----K-S--------------TAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKRYLK-SAVGNGKLIQTKGKGASGSFKLSWL-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LFH--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------   127
195442966|Drosophila_williston --------------------------------------------------MSDSV--------AA-----TS------A-----S-------------PVAG--------PTAPATA-S-------VDKK------VAAKKTS-------------AAS-----S---------TK---A---K----K-S--------------TAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPVIKRYLK-SAVGNGKLIQTKGKGASGSFKLSAA---------A--K--KE---P-K--PKVASVEKKSK------PK-K------VTQSAAA--KKKAIGSKK---ITGAG-SVDKK--------------------PKAKKA---V-----ATKK-T---AE-------KKKSE----------KVK---VKD----AKKTGTVK----SK---P-------V------ASK-SKS-S----------STKPK-------AKTVAV------------------------S------SA-K-----P-K------------------K---AT-KKAA---------APATV-K---------------------------KPKAKTTASK---K-------------------   255
195466282|Drosophila_williston --------------------------------------------------MSDSV--------AA-----TS------A-----S-------------PVAG--------PTAPATA-S-------VDKK------VAAKKTS-------------AAS-----S---------TK---A---K----K-S--------------TAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKRYLK-SAVGNGKLIQTKGKGASGSFKLSAA---------A--K--KE---P-K--PKVASVEKKSK------PK-K------VTQSAAA--KKKAIGSKK---ITGAG-SVDKK--------------------PKAKKA------------------------------------------GRK---VKD----AKKTGTVK----SK---P-------V------ASK-SKS-S----------STKPK-------AKTVAV------------------------S------SA-K-----P-K------------------K---AT-KKAA---------AAATV-K---------------------------KPKAKTTASK---K-------------------   242
195460139|Drosophila_williston --------------------------------------------------MSDSV--------AA-----TS------A-----S-------------PV--------------ATA-S-------VDKK------VAAKKTS-------------AAS-----S---------TK---A---K----K-S--------------TAP--P------SHP-----PTQQMVDASIKN-LKERGGSSLLAIKKYISAT-YKC--DAQKLAPFIKRYLK-SAVGNGKLIQTKGKGASGSFKLSAA---------A--K--KE---P-K--PKVASVEKKSK------PK-K------VTQSAAA--KKKAIGSKK---ITGAG-SVDKK--------------------PKSKKA---V-----ATKK-T---AE-------KKKSQ----------KVK---VKD----AKKTGTVK----SK---P-------V------ASK-SKS-S----------STKPK-------AKTVAV------------------------S------SA-K-----P-K------------------K---AT-KKAA---------AAATV-K---------------------------KPKAKTTASK---K-------------------   249
195144262|Drosophila_persimili --------------------------------------------------MSDFA--------VA-----TS------A-----S-------------PVAA--------P----PV-P-------AEKK------VAAKKAS-------------GSA-----A-------ATAK---A---K----K-P--------------TAP--P------SHP-----PTQQVVDASIKS-LKERGGSSLLAINKYITAE-YKC--DAQKLAPFIKKYLK-SAVANGKLIQTKGKGASGSFKLSAS---------A--K--KE---P-K--PKVA----SVE------KK-V------KSKKVAS--SSSAATKKTASPKKAAA-AGDKK--------------------LKVKKS---V-----ATKK-T---AE-------KKKTE----------KAK---AKD----AKKTGTVK----AK---P-------T------ATK-AKS-S----------PAKPK-------P--KPKA-------------KA---VAA-AA------SV-K-----P-K------------------K---TT-KKPA---------APATV-K---------------------------KPKAKTTAAK---K-------------------   257
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Histone H1 Family - MUSCLE Alignment
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